ABSTRACT Bacillus amyloliquefaciens NRRL 942 is a Gram-positive bacterium with several potential industrial uses. We have sequenced the whole genome of this organism to assist in understanding the biological mechanisms that might modulate human health or environmental risk in the event of its release into the environment.
microbial resistance genes in this strain using the Antibiotic Resistance Genes database (http://ardb.cbcb.umd.edu/) through EDGE. This includes five efflux pumps, namely, the ABC transporter system macrolide-lincosamide-streptogramin B efflux (GenPept accession no. NP_388149), MFS antibiotic efflux (GenPept accession no. P96712), tetracycline efflux (GenPept accession no. YP_001966009), and two SMR antibiotic efflux pumps (GenPept accession no. YP_001420884 and YP_001420885). We also identified genes conferring resistance to fosfomycin (GenPept accession no. YP_001420711), penicillins, cephalosporins and carbapenems (␤-lactamase Subclass B1 136), and a undecaprenyl pyrophosphate phosphatase (GenPept accession no. YP_001422387). We also found two virulence factors, capC (capsule biosynthesis protein, YP_080919) and tuf (elongation factor Tu, NP_326236). This genome sequence can be used to guide industrial users of this microorganism in establishing safe practices and to inform regulatory agencies about potential genes of interest that may be used in risk assessment.
Data availability. This whole-genome shotgun project has been deposited in GenBank under the accession no. QVEJ00000000 (BioProject accession no. PRJNA486183 and BioSample accession no. SAMN09839534). This announcement describes the first version, QVEJ01000000.
